were described as borderline organisms and only much later recognized as a bacterial 46 phylum (Moulder, 1966) host-dependency has often hindered isolation and detection approaches, and the 96 resulting impossibility to culture them in the laboratory hampered further studies on 97 these bacteria. In this issue of EMI, Pizzetti and coworkers analyzed the chlamydial seasonal 98 dynamics of the coastal lake Lago di Paola and used a new isolation approach that allowed the 99 first co-isolation of a marine chlamydia (tentatively named Neptunochlamydia vexilliferae) 100 with its natural host, an amoeba of the family Vexillifera. Remarkably, using a combination of 101 a new high-throughput limited dilution approach that strongly limits the competition between 102 protists (Schulz et al., 2015) and super resolution microscopy, the authors directly observed 103 and identified chlamydia-host associations (Figure 1) . Besides the successful isolation of 104 N. vexilliferae and its host, this procedure lead also to a much more accurate quantification of 105 the chlamydial diversity and dynamics in this environment compared to a previous report 106 ( Pizzetti et al., 2012) . Curiously, this new isolate had not been detected in a polymerase chain 107 reaction based study performed on Lago di Paola samples, perhaps because it does not belong 108 to any of the major clusters of Chlamydiae previously identified in this lake (Pizzetti et al., host-associated bacteria will be of major importance for future studies of these 115 organisms, particularly in previously unexploited environments and putative hosts. As 116 highlighted by this study, the seasonality of chlamydia matched the dynamics of host 117 abundance, showing once more the tight connection between the two partners. This work 118 brings also attention to the fact that the observed peak of amoeba abundance matched the time 119 of highest anthropogenic activity in the lake, which might have sanitary implications 120 considering the putative pathogenic potential of some environmental chlamydia. 121
Noteworthy also, is the fact that Pizzetti and coworkers succeeded to routinely maintain 122 the here identified environmental chlamydia species N. vexilliferae and its amoeba host in a 123 laboratory culture. Most of the known Chlamydiae families are represented by only a few 124
isolates and the lack of laboratory cultures poses a serious drawback for further studies. In 125 contrast, the fact that Pizzetti and coworkers managed to culture both partners in the lab 126 allows further studies and comparisons to be undertaken between chlamydia having different 127 lifestyles and hosts. Such research is of key importance for in depth understanding of how this 128 group of bacteria evolved, adapted to different hosts and surrounding environments, and 129 emerged as pathogens for animals and humans. 130
